are typically flanked by rod-specific peaks, whereas genes that are more highly expressed in cones are
34
significantly different in rods vs. cones. Gene expression was significantly higher in rods near rod-specific 35 peaks (permutation test, 10,000 permutations). Gene expression was significantly higher in cones near 36 cone-specific peaks (permutation test, 10,000 permutations). I.e., rod-and cone-specific ATAC-seq peaks 37 are associated with elevated expression in rods and cones, respectively, but genes near cone-specific 38 ATAC-seq peaks have lower expression in both cell types relative to genes near shared or rod-specific 
44
Supplementary Figure S5 . Gene ontology (GO) enrichment for rod-and cone-specific ATAC-seq 45 peaks. (A) Rod-specific peaks were highly enriched for terms specifically related to vision and photoreceptor biology. (B) Cone-specific peaks were highly enriched for terms related to neurodevelopment and smooth muscle biology.
peaks within -1 kb to +100 bp of a TSS were classified as "promoter" peaks, whereas peaks outside this base pair) was higher in promoters compared to enhancers, and the enrichment over baseline was broader.
53
(C-D) Mean conservation (phastCons 60-way vertebrate conservation) as well as GC content (E-F) were 54 also higher and broader surrounding promoter peaks vs. enhancer peaks. (G-H) Promoter and enhancer 55 peaks were mapped to genes by nearest TSS. In both rods and cones, the presence or absence of a promoter 56 peak was more strongly correlated with gene expression than the presence or absence of an enhancer peak,
57
but the presence of either was associated with increased expression.
59
Supplementary Figure S7 . Enrichment of known TFBS motifs in promoter (TSS-proximal) peaks.
60
For each panel, distance from peak summit (-500 bp to 500 bp) is plotted on the x-axis and motif density Supplementary Fig. S4 A B 
